The major histocompatibility complex (MHC) is a system of closely linked genes showing an extremely high degree of polymorphism. These genes are major elements in the government of specific immune reactions. Consequently they may represent a genetic marker system well suited to investigate variability in selective pressure from disease agents on different populations. On this background we have started investigation of the MHC complex in reindeer (Rangifer tarandus L). The MHC complex consist of polymorphic regions as well as regions conserved during evolution which should allow the use of crossspecies reagents. We have shown that human MHC gene probes hybridize with genomic DNA from reindeer, and thus can be used as a tool in reindeer MHC research. By RFLP (restriction fragment length polymorphism) analysis using these probes we have also been able to show polymorphism in MHC related genes from reindeer.
Introduction
The properties and peculiarities of the Major Histocompatibility Complex in different species are reviewed in Klein (1986) and Klein &C Figueroa (1986) . 
Materials and methods
Genomic DNA was isolated from 26 semidomestic reindeer from Norway. Some of the animals were related (dam/offspring).
The DNA was digested with restriction endonucleases at 37°C over night. The digests were separated in 0.7 % agarose gels and blotted onto Gene Screen Plus niters (NENDu Pont) by alkaline capillary transfer. Hybridization (at 42°C with formamide) and washing was performed according to the filter producers manual.
Cloned DNA from a human class II gene was used as probe: The DQ B probe was isolated as the 672bp Ava I fragment from the cDNA clone pII-B-1 (Larhammar et al. 1982) .
The fragment was isolated by preparative agarose gel electrophoresis followed by extraction with GeneClean (BIO 101) and radiolabeled with a (- 
Results and discussion
The tested probe from the human MHC class II gene did hybridize to reindeer DNA showing that this DNA contains MHC class II related gene sequences.
14 different RFLP-phenotypes were revealed among the tested animals. Fig. 1 Generally it has been assumed that these differences accumulated after speciation. Recent reports indicate that a large part of the MHC polymorphism pre-dates speciation and is passed from species to species (McConnell et al. 1988 , Figueroa, Günther & Klein, 1988 Lawlor et al. 1988 
